ABSTRACT Bacillus cereus PgBE311, isolated from the root tissue of a 5-year-old Panax ginseng plant, showed activities against the fungal pathogens Cylindrocarpon destructans and Botrytis cinerea. Here, we report the genome sequence of B. cereus PgBE311. The bacterium contains antibiotic-related gene clusters and has the potential to stimulate plant growth.
nome database and Rapid Annotation using Subsystem Technology (RAST) server (5) . The protein-coding sequences (CDSs) were predicted by Prodigal version 2.6.2 (6) and classified into groups based on their roles, with reference to orthologous groups (eggNOG version 4.5, http://eggnogdb.embl.de) (7) . A total of 5,625 CDSs, 109 tRNA genes, and 42 rRNA genes were identified.
Amino acids and derivative CDSs were the most common subsystems of B. cereus PgBE311, as determined by RAST analysis. We identified useful CDSs that have the potential to promote plant growth and biodegradation and produce antibiotics. B. subtilis and Bacillus mojavensis are known to produce cell wall-degrading enzymes and lipopeptides, including iturins, fengycins, and surfactins (8) . Furthermore, lipopeptides contribute to inhibiting the growth of fungal pathogens. B. cereus PgBE311 also harbored plipastatin synthase subunit and 4=-phosphopantetheinyl transferase ffp, which are involved in the production of lipopeptides. The CDSs producing siderophores, such as the petrobactin-mediated iron uptake system, bacillibactin siderophore, siderophore assembly kit, and siderophore anthrachelin, were detected. A siderophore is a high-affinity iron-chelating compound secreted by microbes that can stimulate plant growth (9) . Based on these analyses, B. cereus PgBE311 may have antipathogenic activity and promote plant growth. Additionally, we found that B. cereus PgBE311 contained the BenK transporter and other elements of the benzoate degradation pathway, which formed a cluster with aromatic amino acid biosynthesis genes (10) . This pathway may be useful for enhancing bioremediation by degrading environmental pollutants harboring aromatic compounds.
Our genome data will help us understand the genetic and functional characteristics of PgBE311 and its potential use as a biocontrol agent.
Data availability. The genome sequence of B. cereus PgBE311 was deposited in the NCBI Sequence Read Archive (SRA) under the SRA accession number SRR7967474 and the BioProject number PRJNA485192.
